Supplementary information
SC4-SNd-SC5-SC5 SC4: Cβ-Cγ-Cδ2 SNd: Cδ1-Nε-Cε1 SC4/5: Cε2-Cξ2 SC4/5: Cε1-Cω a The mapping scheme is reported only for amino acid side chains consisting of more than one CG particle. (Partially) Charged dummy particles (dN or dP) or not considered in the mapping scheme. b For the C1 and C2 particle types of the amino acids in the non-polarizable forcefield (2.1 and 2.2), the interaction with the Q particles has been modified from the standard Martini forcefield. In order to avoid clashes between these particle pairs, in Martini 2.1 the Lennard-Jones parameter σ has been restored from 0.62 to the standard value of 0.47nm. The interactions were dubbed aC1 and aC2. The dummy bead is bound to the bead that maps the charged atom. b The dummy beads are bound to each other. The side chain bead is a virtual site positioned at the center of mass of the dummy beads. There are no bonds between the dummy beads and the virtual site.
